Introduction

52
Upolu virus (UPOV) strain C5581, an enveloped spherical virus with a diameter of approx. 100 
58
Texas coast (2). UPOV and ABV were considered to form a distinct antigenic group.
59
UPOV and ABV do not propagate in mosquitoes but replicate in mammalian cell cultures 
89
We present data that demonstrate genetic as well as serologic relationships of UPOV 
151
Invitrogen), primers at 0.2 mM, and Platinum Taq DNA polymerase (Invitrogen). Products were 152 purified (QIAquick PCR purification kit; Qiagen) and directly dideoxy-sequenced on both strands
153
(Genewiz, South Plainfield, NJ, USA). Genomic termini were characterized by Rapid synthesized from total RNA using a custom gene-specific primer 1 (GSP1) and Superscript III.
156
After purification using S.N.A.P. columns, a homopolymeric tail was added with terminal 157 deoxynucleotidyl transferase (TdT, Invitrogen) and dCTP followed by PCR amplification using
158
Platinum Taq DNA polymerase (Invitrogen) and nested primer GSP2 combined with the 5'-
159
RACE deoxyinosine-containing anchor primer. Depending on the choice of GSP1 and GSP2 the 
187
Geneious software were applied for phylogenetic analyses.
189
Results
190
Recognition of UPOV and ABV as orthomyxoviruses. The failure to obtain amplification 
204
Morphology of UPOV and ABV virons. Transmission electron microscopy of ultrathin sections
205
showed UPOV and ABV virions in clusters at the cell surface of infected Vero E6 cells (Fig. 1) .
206
Virions of UPOV were either round with diameters of 75-95 nm, or slightly oval with sizes ranging from 75 x 85 nm to 105 x 120 nm (Fig. 1A) . Virions of ABV were more polymorphic and 208 partly larger ranging from 75 x 85 nm up to 105 x 130 and 120 x 140 nm (Fig. 1B) .
209
Genetic and serologic characterization of UPOV and ABV. UPOV and ABV display terminal 210 sequences that are semi-complementary and conserved among the six segments and the two 211 viruses ( Table 2) . Overall, the termini of each segment adhere to consensus sequences 
265
The putative glycoproteins (GP) of UPOV and ABV are coded by segment 4 (Table 1, 3) .
266
Instead of showing conservation with respect to influenzavirus-like orthomyxoviral GPs, the (Fig. 4) 
302
PCR analyses of genomic and mRNA preparations indicated that only a single size segment 6 303 mRNA transcript was generated by UPOV, whereas two differently sized mRNA transcripts were 304 generated by JOSV ( Fig. 5; (7) ). This correlates with different coding strategies used by the for M in UPOV, ABV and DHOV (Fig. 5C) . Of note, sequence conservation between UPOV and ABV is highest for segment 6, and this segment's sequence is also one of the closest to JOSV 312 and THOV (Table 3) , despite the observed differences in coding potential.
314
Discussion
315
The analyses of the genome sequences of UPOV from Australia and ABV from North America
316
show that they are up to ~75% identical at the aa level (nt ~68%; Table 3 
346
apparent from available data (Fig. 3) . Nonetheless, the tick-adapted orthomyxoviral GPs are 
535
The host-dependent interaction of alpha-importins with influenza PB2 polymerase subunit UCG UUU UUC UCC UGU ACCU CGA n.a.
(M)
g UCA CCU UUG UCC GUC AAAA GCU AGA GAA AUC AAG GCA G UUU UUU THOV: GenBank Acc. No's. NC_006504, 06-08, 006495-96; DHOV: GU969308-13; JOSV: HM627170-75; n. a.: not available. Pairwise sequence identities between Upolu virus (UPOV), Aransas Bay virus (ABV), Jos virus (JOSV), 
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